Running title: The Warburg effect in M. tuberculosis-infected mouse lungs 0 20 40 60 80 D12 D18 D30 Before rRNA depletion After rRNA depletion RNA seq Supplemental Figure S1 Days post-infection Fold change of Ifng mRNA relative to uninfected controls Before rRNA depletion After rRNA depletion RNA seq Supplemental Fig. S1. Change of Ifng transcripts in infected mouse lungs. Ifng transcripts were measured by RT-PCR using molecular beacons before and after rRNA depletion and by RNA-seq. Shown are average fold change of normalized Ifng transcripts from lungs of 3 mice at each time points relative to uninfected control mice. RT-PCR data were normalized with the expression level of Gapdh in the same samples. RNA-seq data were derived from normalized mRNA counts (FPKM) from 3 mice at each time point.
continued:
Normalized expression (FPKM) was determined as described in the Materials and Methods for all RefSeq transcripts (as supplied by iGenomes genes.gtf annotations) from three mice at each time point. Shown are expression ratio estimates at different time points calculated as the antilog of difference between mean log values. Very high ratios marked with grey background were artifacts of very low expression of the related transcripts in mouse lungs at the corresponding control time point, and are thus deemed to lack biological meaning. NA indicates values could not be determined. 
